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<160> 74 
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<210> 1 

<211> 1401 

<212> DNA 

<213> mouse 

<220> 

<221> CDS 

<222> (1)..<1401) 

<223> VSF H Protein 



<400> 1 

atg gga tgg age tgg ate ttt etc ttc ctt ctg tea gta act gca ggt 48 
Met Gly Trp Ser Trp lie Phe Leu Phe Leu Leu Ser Val Thr Ala Gly 
15 10 15 



gtc cac tct gag ate cag ctg cag cag tct gga get gag ctg gtg aag 
Val His Ser Glu He Gin Leu Gin Gin Ser Gly Ala Glu Leu Val Lys 
20 25 . 30 



96 
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cct ggg get tea gtg aag ata tec tgc aag get tct ggt tac tea ttc 144 
Pro Gly Ala Ser Val Lys lie Ser Cya Lys Ala Ser Gly Tyr Ser Phe 
35 40 45 

act ggc tac aac atg aac tgg gtg aag cag age cat gga aag age ctt 192 
Thr Gly Tyr Asn Met Asn Trp Val Lys Gin Ser His Gly Lys Ser Leu 
50 55 60 

gag tgg att gga aat att gat cct tac tat ggt agt act ace tac aat 240 
Glu Trp lie Gly Asn lie Asp Pro Tyr Tyr Gly Ser Thr Thr Tyr Asn 
65 70 75 80 

cag aag ttc aag ggc aag gee aca ttg act gta gac aaa tct tec age 288 
Gin Lys Phe Lys Gly Lys Ala Thr Leu Thr Val Asp Lys Ser Ser Ser 
85 90 95 

aca gee tac atg cag etc aac age ctg aca tct gag gac tct gca gtc 336 
Thr Ala Tyr Met Gin Leu Asn Ser Leu Thr Ser Glu Asp Ser Ala Val 
100 105 110 

tat tac tgt gca aga gag*act ggg acg agg get atg gac tac tgg ggt 384 
Tyr Tyr Cys Ala Arg Glu Thr Gly Thr Arg Ala Met Asp Tyr Trp Gly 
115 120 125 

caa gga acc tea gtc ace gtc tec tea get aca aca aca gee cca tct 432 
Gin Gly Thr Ser Val Thr Val Ser Ser Ala Thr Thr Thr Ala Pro Ser 
130 135 140 

gtc tat ccc ttg gtc cct ggc tgc agt gac aca tct gga tec teg gtg 480 
Val Tyr Pro -Leu Val Pro Gly Cys Ser Asp Thr Ser Gly Ser Ser Val 
145 150 155 160 

aca ctg gga tgc ctt gtc aaa ggc tac ttc cct gag ccg gta act gta 528 
Thr Leu Gly Cys Leu Val Lys Gly Tyr Phe Pro Glu Pro Val Thr Val 
165 170 175 

aaa tgg aac tat gga gee ctg tec age ggt gtg cgc aca gtc tea tct 576 
Lys Trp Asn Tyr Gly Ala Leu Ser Ser Gly Val Arg Thr Val Ser Ser 
180 185 190 
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gtc ctg cag tct ggg ttc tat tec etc age age ttg gtg act gta ccc 624 
Val Leu Gin Ser Gly Phe Tyr Ser Leu Ser Ser Leu Val Thr Val Pro 
195 200 205 

tec age ace tgg ccc age cag act gtc ate tgc aac gta gee cac cca 672 
Ser Ser Thr Trp Pro Ser Gin Thr Val He Cys Asn Val Ala His Pro 
210 215 220 



gee age aag act gag ttg ate aag aga ate gag cct aga ata ccc aag 720 
Ala Ser Lys Thr Glu Leu He Lys Arg He Glu Pro Arg He Pro Lys 
225 230 235 240 

ccc agt ace ccc cca ggt tct tea tgc cca cct ggt aac ate ttg ggt 768 
Pro Ser Thr Pro Pro Gly Ser Ser Cys Pro Pro Gly Asn He Leu Gly 
245 250 255 

gga cca tec gtc ttc ate ttc ccc cca aag ccc aag gat gca etc atg 816 
Gly Pro Ser Val Phe He Phe Pro Pro Lys Pro Lys Asp Ala Leu Met 
260 265 270 

ate tec eta ace ccc aag gtt acg tgt gtg gtg gtg gat gtg age gag 864 
lie Ser Leu Thr Pro Lys Val Thr Cys Val Val Val Asp Val Ser Glu 
275 280 285 

gat gac cca gat gtc cat gtc age tgg ttt gtg gac aac aaa gaa gta 912 
Asp Asp Pro Asp Val His Val Ser Trp Phe Val Asp Asn Lys Glu Val 
290 295 300 



cac aca gee tgg aca cag ccc cgt gaa get cag tac aac agt ace ttc 960 
His Thr Ala Trp Thr Gin Pro Arg Glu Ala Gin Tyr Asn Ser Thr Eae 
305 310 315 320 



cga gtg gtc agt gee etc ccc ate cag cac cag gac tgg atg agg ggc 1008 
Arg Val Val Ser Ala Leu Pro He Gin His Gin Asp Trp Met Arg Gly 
325 330 335 

aag gag ttc aaa tgc aag gtc aac aac aaa gee etc cca gee ccc ate 1056 
Lys Glu Phe Lys Cys Lys Val Asn Asn Lys Ala Leu Pro Ala Pro He 
340 345 350 



-3- 



WO 03/064461 PCT/KR03/00231 



gag aga acc ate tea aaa ccc aaa gga aga gec cag aca cct caa gta 1104 
Glu Arg Thr lie Ser Lys Pro Lys Gly Arg Ala Gin Thr Pro Gin Val 
355 360 365 

tac acc ata ccc cca cct cgt gaa caa atg tec aag aag aag gtt agt 1152 
Tyr Thr lie Pro Pro Pro Arg Glu Gin Met Ser Lys Lys Lys Val Ser 
370 375 380 

ctg acc tgc ctg gtc acc aac ttc ttc tct gaa gec ate agt gtg gag 1200 
Leu Thr Cys Leu Val Thr Asn Phe Phe Ser Glu Ala He Ser Val Glu 
385 390 395 400 

tgg gaa agg aac gga gaa ctg gag cag gat tac aag aac act cca ccc 1248 
Trp Glu Arg Asn Gly Glu Leu Glu Gin Asp Tyr Lys Asn Thr Pro Pro 
405 410 415 

ate ctg gac tea gat ggg acc tac ttc etc tac age aag etc act gtg 1296 
He Leu Asp Ser Asp Gly Thr Tyr Phe Leu Tyr Ser Lys Leu Thr Val 
420 425 430 

gat aca gac agt tgg ttg caa gga gaa att ttt acc tgc tec gtg gtg 1344 
Asp Thr Asp Ser Trp Leu Gin Gly Glu He Phe Thr Cys Ser Val Val 
435 440 445 

cat gag get etc cat aac cac cac aca cag aag aac ctg tct cgc tec 1392 
His Glu Ala Leu His Asn His His Thr Gin Lys Asn Leu Ser Arg Ser 
450 455 460 

cct ggt aaa 1401 

Pro Gly Lys 

465 



<210> 2 

<211> 467 

<212> PRT 

<213> mouse 

<400> 2 

Met Gly Trp Ser Trp He Phe Leu Phe Leu Leu Ser Val Thr Ala Gly 
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10 



15 



Val His Ser Glu He Gin Leu Gin Gin Ser Gly Ala Glu Leu Val Lys 
20 25 30 

Pro Gly Ala Ser Val Lys He Ser Cys Lys Ala Ser Gly Tyr Ser Phe 
35 40 45 

Thr Gly Tyr Asn Met Asn Trp Val Lys Gin Ser His Gly Lys Ser Leu 
50 55 60 

Glu Trp He Gly Asn He Asp Pro Tyr Tyr Gly Ser Thr Thr Tyr Asn 
65 70 75 80 

Gin Lys Phe Lys Gly Lys Ala Thr Leu Thr Val Asp Lys Ser Ser Ser 
85 90 95 

Thr Ala Tyr Met Gin Leu Asn Ser Leu Thr Ser Glu Asp Ser Ala Val 
100 105 110 

Tyr Tyr Cys Ala Arg Glu Thr Gly Thr Arg Ala Met Asp Tyr Trp Gly 
115 120 125 

Gin Gly Thr Ser Val Thr Val Ser Ser Ala Thr Thr Thr Ala Pro Ser 
130 135 140 

Val Tyr Pro Leu Val Pro Gly Cys Ser Asp Thr Ser Gly Ser Ser Val 
145 150 155 160 

Thr Leu Gly Cys Leu Vj?1 L ys ciy Tyr Eh* Pro Glu Pro Val Thr Val 
165 170 175 

Lys Trp Asn Tyr Gly Ala Leu Ser Ser Gly Val Arg Thr Val Ser Ser 
180 185 190 

Val Leu Gin Ser Gly Phe Tyr Ser Leu Ser Ser Leu Val Thr Val Pro 
195 200 • 205 



Ser Ser Thr Trp Pro Ser Gin Thr Val He Cys Asn Val Ala His Pro 
210 215 220 
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Ala Ser Lys Thr Glu Leu He Lys Arg He Glu Pro Arg He Pro Lys 
225 230 235 240 

Pro Ser Thr Pro Pro Gly Ser Ser Cys Pro Pro Gly Asn He Leu Gly 
245 250 255 

Gly Pro Ser Val Phe He Phe Pro Pro Lys Pro Lys Asp Ala Leu Met 
260 265 270 

He Ser Leu Thr Pro Lys Val Thr Cys Val Val Val Asp Val Ser Glu 
275 280 285 

Asp Asp Pro Asp Val His Val Ser Trp Phe Val Asp Asn Lys Glu Val 
290 295 300 

His Thr Ala Trp Thr Gin Pro Arg Glu Ala Gin Tyr Asn Ser Thr Phe 
305 310 315 320 

Arg Val Val Ser Ala Leu Pro He Gin His Gin Asp Trp Met Arg Gly 
325 330 335 

Lys Glu Phe Lys Cys Lys Val Asn Asn Lys Ala Leu Pro Ala Pro He 
340 345 350 

Glu Arg Thr He Ser Lys Pro Lys Gly Arg Ala Gin Thr Pro Gin Val 
355 360 365 

Tyr Thr He Pro Pro Pro Arg Glu Gin Met Ser Lys Lys Lys Val Ser 
37C 375 380 

Leu Thr Cys Leu Val Thr Asn Phe Phe Ser Glu Ala He Ser Val Glu 
385 390 395 400 

Trp Glu Arg Asn Gly Glu Leu Glu Gin Asp Tyr Lys Asn Thr Pro Pro 
405 410 415 



He Leu Asp Ser Asp Gly Thr Tyr Phe Leu Tyr Ser Lys Leu Thr Val 
420 425 430 
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Asp Thr Asp Ser Trp Leu Gin Gly Glu lie Phe Thr Cys Ser Val Val 
435 440 445 

His Glu Ala Leu His Asia His His Thr Gin Lys Asn Leu Ser Arg Ser 
450 455 460 

Pro Gly Lys 
465 



<210> 3 

<211> 702 

<212> DNA 

<213> mouse 

<220> 

<221> CDS 

<222> (1)..{702) 

<223> VSF L3 Protein 



<400> 3 

atg agt gtg ccc act cag gtc ctg ggg ttg ctg ctg ctg tgg ctt aca 
Met Ser Val Pro Thr Gin Val Leu Gly Leu Leu Leu Leu Trp Leu Thr 
15 10 15 

ggt gcc aga tgt gac ate cag atg act cag tct cca gec tec eta tct 
Gly Ala Arg Cys Asp He Gin Met Thr Gin Ser Pro Ala Ser Leu Ser 
20 25 30 

gca tct gtg gga gaa act gtc ace atg aca tgt cga gca agt gag aat 
Ala Ser Val Gly Glu Thr Val Thr Met Thr Cys Arg Ala Ser Glu Asn 
35 40 45 

att tac agt aat tta gca tgg tat cag cag aaa cag gga aaa tct cct 
He Tyr Ser Asn Leu Ala Trp Tyr Gin Gin Lys Gin Gly Lys Ser Pro 
50 55 60 

cag etc ctg gtc tat gtt gca aca aac tta gca gat ggt gtg cca tea 
Gin Leu Leu Val Tyr Val Ala Thr Asn Leu Ala Asp Gly Val Pro Ser 



48 



96 



144 



192 



240 
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65 70 75 80 

agg ttc agt ggc agt gga tea ggc aca cag ttt tct ctg aag ate aac 288 
Arg Phe Ser Gly Ser Gly Ser Gly Thr Gin Phe Ser Leu Lys He Asn 
85 90 95 

age ctg cag cct gaa gat ttt ggg agt tat tac tgt caa cat ttt tat 336 
Ser Leu Gin Pro Glu Asp Phe Gly Ser Tyr Tyr Cys Gin His Phe Tyr 
100 105 HO 

ggt tct cct egg acg ttc ggt gga ggc acc aag ctg gaa ate aaa egg 384 
Gly Ser Pro Arg Thr Phe Gly Gly Gly Thr Lys Leu Glu He Lys Arg 
115 120 125 

get gat get gca cca act gta tec ate ttc cca cca tec agt gag cag 432 
Ala Asp Ala Ala Pro Thr Val Ser He Phe Pro Pro Ser Ser Glu Gin 
130 135 140 

tta aca tct gga ggt gee tea gtc gtg tgc ttc ttg aac aac ttc tac 480 
Leu Thr Ser Gly Gly Ala Ser Val Val Cys Phe Leu Asn Asn Phe Tyr 
145 150 155 160 

ccc aga gac ate aat gtc aag tgg aag att gat ggc agt gaa cga caa 528 
Pro Arg Asp He Asn Val Lys Trp Lys He Asp Gly Ser Glu Arg Gin 
165 170 175 

aat ggt gtc ctg aac agt tgg act gat cag gac age aaa gac age acc 576 
Asn Gly Val Leu Asn Ser Trp Thr Asp Gin Asp Ser Lys Asp Ser Thr 
180 185 190 

tac age atg age age acc etc aca ttg acc aag gac gag tat gaa cga 624 
Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr Lys Asp Glu Tyr Glu Arg 
195 200 205 



cat aac aac tat acc tgt gag gee act cac aag aca tea act tea ccc 
His Asn Asn Tyr Thr Cys Glu Ala Thr His Lys Thr Ser Thr Ser Pro 
210 215 220 

ate gtc aag age ttc aac agg aat gag tgt 
He Val Lys Ser Phe Asn Arg Asn Glu Cys 



672 



702 
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225 



230 



<210> 4 

<211> 234 

<212> PRT 

<213> mouse 

<400> 4 

Met Ser Val Pro Thr Gin Val Leu GXy Leu Leu Leu Leu Trp Leu Thr 
15 10 15 

Gly Ala Arg Cys Asp lie Gin Met Thr Gin Ser Pro Ala Ser Leu Ser 
20 25 30 

Ala Ser Val Gly Glu Thr Val Thr Met Thr Cys Arg Ala Ser Glu Asn 
35 40 45 

lie Tyr Ser Asn Leu Ala Trp Tyr Gin Gin Lys Gin Gly Lys Ser Pro 
50 55 60 

Gin Leu Leu Val Tyr Val Ala Thr Asn Leu Ala Asp Gly Val Pro Ser 
65 70 75 80 

Arg Phe Ser Gly Ser Gly Ser Gly Thr Gin Phe Ser Leu Lys lie Asn 
85 90 95 

Ser Leu Gin Pro Glu Asp Phe Gly Ser Tyr Tyr Cys Gin His Phe Tyr 
100 105 110 

Gly Ser Pro Arg Thr Phe Gly Gly Gly Thr Lys Leu Glu lie Lys Arg 
115 120 125 

Ala Asp Ala Ala Pro Thr Val Ser lie Phe Pro Pro Ser Ser Glu Gin 
130 135 140 

Leu Thr Ser Gly Gly Ala Ser Val Val Cys Phe Leu Asn Asn Phe Tyr 
145 150 155 1.60 

Pro Arg Asp lie Asn Val Lys Trp Lys lie Asp Gly Ser Glu Arg Gin 
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165 170 175 

Asn Gly Val Leu Asn Ser Trp Thr Asp Gin Asp Ser Lys Asp Ser Thr 
180 185 190 

Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr Lys Asp Glu Tyr Glu Arg 
195 200 205 

His Asn Asn Tyr Thr Cys Glu Ala Thr His Lys Thr Ser Thr Ser Pro 
210 215 220 

lie Val Lys Ser Phe Asn Arg Asn Glu Cys 
225 230 



<210> 5 

<2U> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 



<400> 5 

cagcacctta cacctaccag ag 22 



<210> 6 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> P 



<400> 6 

ctggaagtct gtcatagagg 20 
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<210> 7 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> P 



<400> 7 

gcagctatgg caactgttcc 

<210> 8 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> P 



<400> 8 

ggaagacaca gattccatgg tg 22 



<210> 9 

<211> 20 

<2X2> DKA 

<213> Artificial Sequence 
<220> 

<223> P 



<400> 9 

atgtacagca tgcagctcgc 20 
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<210> 10 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> P 



<400> 10 

21 



gagggcttgt tgagatgatg c 



<210> 11 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> P 



<400> 11 

23 



atggttcttg ccagctctac cac 



<210> 12 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> P 



<400> 12 

22 



ttaacattcc acggttccac gg 



<210> 13 
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<211> 22 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> P 

<400> 13 

atgggtctca acccccagct ag 

<210> 14 

<211> 22 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> P 

<400> 14 

gatgctcttt aggctttcca gg 

<210> 15 

<211> 20 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> P 

<400> 15 
cagagtcatg agaaggatgc 

<210> 16 
<211> 23 
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22 



22 
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<212> DNA 

<213> Artificial Sequence 
<220> 

<223> P 



<400> 16 

tcagccttcc attgcccact ctg 23 



<210> 17 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> P 



<400> 17 

20 



gaagttcctc tctgcaagag 



<210> 18 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> P 



<400> 18 

ctaggtttgc cgagtagatc tc 22 



<210> 19 
<211> 22 
<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> P 

<400> 19 

cgcagaccat gttccatgtt tc 

<210> 20 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> P 



<400> 20 

ggaggttgtt actacatgtc ctg 

<210> 21 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<2^3> P 

<400> 21 

ggtgacatac atccttgcct c 

<210> 22 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
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22 



23 
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<220> 

<223> P 

<400> 22 
tcatggtcgg cttttctgcc 

<210> 23 

<211> 23 

<212> DKA 

<213> Artificial Sequence 
<220> 

<223> P 

<400> 23 

atgcctggct cagcactgct atg 

<210> 24 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> P 

<400> 24 

catggccttg tagacacctt g 

<210> 25 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> P 



<400> 25 

atgaactgtg tttgtcgcct gg 



<210> 26 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> P 



<400> 26 



tcccgagtca cagtcgagtc 

<210> 27 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> P 



<400> 27 

atgtgtcaat cacgctacct cctc 

<210> 28 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 



20 
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<223> p 

<400> 28 
tcaggcggag ctcagatagc 

<210> 29 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 

<400> 29 

atgtgtcctc agaagctaac c 

<210> 30 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 

<400> 30 
atcctaggat cggaccctgc 

<210> 31 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 
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20 



21 
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<400> 31 
ttcatggcgc tctgggtgac 

<210> 32 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<22Q> 

<223> p 

<400> 32 
tcattagaag gggccgtggc 

<210> 33 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 
<400> 33 

gaggaataca tcoatctcgt ^c 

<210> 34 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 
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20 



20 
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<400> 34 

cagtcaggac gtgttgatga ac 

<210> 35 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 



<400> 35 

cacggttcac agagtgtttc c 



<210> 36 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 

<400> 36 



ctatgagtct gcagaagctg 

<210> 37 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 



20 
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<400> 37 
atgagtccag ggagagcttc 

<210> 38 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 

<400> 38 

ttaggctgcc tggcggacaa tc 

<210> 39 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 

<400> 39 

atggctgcca tgtcagaaga c 

<210> 40 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 
<400> 40 




PCT/KR03/00231 



20 



22 
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gcatcatctt ccttttggca age 



<210> 41 

<2ll> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 

<400> 41 

atggctcaac tttctgccca g 



<210> 42 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 

<400> 42 

etaggecaag tggtgcagag c 

<210> 43 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 

<400> 43 
tgaggaggat gtggctgcag 




PCT/KR03/00231 



23 



21 



21 



20 
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<210> 44 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 



<400> 44 

gcttcctcat ttttggactg g 

<210> 45 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 

<400> 45 

atgagcacag aaagcatgat ccg 

<210> 46 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 

<400> 46 
cttcacagag caatgactcc 




PCT/KR03/00231 



21 



23 
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<210> 47 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 

<400> 47 
atgacactgc tcggccgtct 

<210> 48 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 

<400> 48 

gaatctacag tgcaaaggct cc 

<210> 49 
<211> 21 
<2i2> DNA 

<213> Artificial Sequence 
<220> 

<223> p 
<400> 49 

cataatggct aggccctttg c 
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<210> 50 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 



<400> 50 

tcactccttc tcctcactca g 

<210> 51 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 



<400> 51 

atgaacaaca ggtggatcct cc 

<210> 52 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 



<400> 52 

ctgacaggtc ttcagttttg g 
<210> 53 
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<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 

<400> 53 

atgaacgcta cacactgcat c 

<210> 54 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 

<400> 54 
tcagcagcga ctccttttcc 

<210> 55 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223>. p 

<400> 55 
gcgctcactg ctcttgtgac 

<210> 56 
<211> 20 




PCT/KR03/00231 



21 



20 
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<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 

<400> 56 
ttcagctgca cttgcaggag 

<210> 57 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 

<400> 57 

atgaagatct ctgcagctgc c 

<210> 58 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 

<400> 58 

cctctatcct agctcatctc c 



<210> 59 
<211> 20 
<212> DNA 
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20 



21 



21 
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<213> Artificial Sequence 
<220> 

<223> p 



<400> 59 

20 

atgaaggtct ccaccactgc 



<210> 60 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 



<400> 60 

20 

ctcaggcatt cagttccagg 



<210> 61 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 



<400> 61 

20 

atgaagctct gcgtgtctgc 



<210> 62 

<211> 20 

<212> DNA 

<213> Artificial Sequence 



-28- 



WO 03/064461 PCT/KR03/00231 



<220> 
<223> 



<400> 62 

20 



ctggagctgc tcagttcaac 



<210> 63 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 



<400> 63 

22 

atgaagcctt ttcatactgc cc 



<210> 64 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 



<400> 64 

22 

gttattgttt gtaggtccgt gg 



<210> 65 

<211> 22 

<212> DNA 

<213> Artificial Sequence 



-29- 



WO 03/064461 PCT/KR03/00231 



<220> 
<223> 



<400> 65 

22 

atgcaggtcc ctgtcatgct tc 



<210> 66 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 



<400> 66 

22 

ctagttcact gtcacactgg tc 



<210> 67 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 



<400> 67 

22 

atgaggatct ctgccacgct tc 



<210> 68 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 



-30- 




WO 03/064461 



<223> p 

<400> 68 

cttcaaggct ttggagttgg gg 

<210> 69 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 

<400> 69 
atgaacccaa gtgctgccgt 

<210> 70 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 
<400> 70 

cagttaagga gcccttttag acc 

<210> 71 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 




PCT/KR03/00231 



22 



20 



-31 - 




WO 03/064461 



<400> 71 
atgagacttc tcctcctgac 

<210> 72 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 

<400> 72 
ctgttaccca gtcagggtta 

<210> 73 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 

<400> 73 
tgatgggtgt gaaccacgag 

<210> 74 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> p 




PCT/KR03/00231 



20 



20 



-32- 



WO 03/064461 PCT/KR03/00231 



<400> 74 

cttactcctt ggaggccatg 20 



-33- 



